The bend angle between unit vector ( ) u s v and ( ') u s v is θ. Thus, the scalar product of and
From the WLC model in two dimensions (30, 31, 34, 35) , the probability density function of the polymer chain bend angle θ is as follows:
Here A is the normalization constant and p is the persistence length of the polymer.
Therefore, the mean cosine bending angle can be deduced:
If R is defined as the end-to-end distance of the overall polymer and L is the contour length of the polymer, the relationship between them and the persistence length, p, of the polymer is ( Fig S1) (19):
We adapt the WLC model to the protein binding case. δ → , the scalar product of the unit vector at the protein binding site is (38):
Then we calculate the end-to-end distance of the entire resulting heterogeneous polymer. 
Equation (S.6) can be divided into two terms: the first term reflects self-correlation individual DNA segments punctuated by bound proteins. The second term gives the correlation between different pairs of divided segments.
... 
If every > 4p, the term can be neglected. In this case, we may consider only the correlation between two adjacent segments (i+1=j) and neglect others. 
